In the article by F. Odet, W. Pan, T. A. Bell, S. G. Goodson, A. M. Stevans, *et al.* (*G3 Genes\|Genomes\|Genetics* **5:** 2671--2683) entitled "The Founder Strains of the Collaborative Cross Express a Complex Combination of Advantageous and Deleterious Traits for Male Reproduction," the second sentence in the second paragraph of the *Statistical Analysis* section on page 2676 has been corrected. It now reads:

The "broad-sense heritability" (h2) was estimated using the equation$$h^{\mathit{2}} = {V_{A}/\left( {V_{A} + V_{E}} \right)}$$

where the between-strains variance (VA) is divided by the total variance. The total phenotypic variance is the sum of VA and the within-strain variance (VE), which reflects the effects of all other biological and experimental factors (Falconer and Mackay 1996).

Instead of:

The "narrow-sense heritability" (h2) was estimated using the equation$$h^{\mathit{2}} = {V_{A}/\left( {V_{A} + V_{E}} \right)}$$

where the additive genetic variance (VA) is divided by the total variance. The total phenotypic variance is the sum of VA and the within-strain variance (VE), which reflects the effects of all other biological and experimental factors (Falconer and Mackay 1996).
